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Plathemis, 1008 ; 
Platycarya americana, 412, 418, 425, 426 
Platycarya strobilacea, 417, 418, 422, 426 
Platycarya, 414 
Platycarya, 414, 416-419, 422, 425, 426, 430 
Platysternon, 545 
Platysternon, 905 
PLCB4, 675, 681 
Pleistocene, 271 
Plethodon, 941 
Pleurodeles, 545 
pliobatrachus, 374 
plumifrons, 545 
Pneumocystis, 687, 689 
Podargus strigoides, 658 
Podargus strigoides, 838 
Podocarpus elatus, 863 
Podocnemis, 545 
Poecilia, 281 
Poeciliopsis, 281 
Poephila acuticauda, P. hecki, P. cincta, 508 
Poephila acuticauda, P. hecki, P. cincta., 508 


Poephila, 24 
Poephila, 411 
Poephila, 513 
Poephila, 905 
Pol, Diego, see Goloboff, Pablo A., 485 
Pollen feeding, 105 
polonicus, 379 
Polymorphic diet characters, 101 
Polynomial-time algorithms, 798 
Polyploidy, complex histories of genome mergings in, 467 
Polyptera maningii, 412, 415, 418 
Polyptera, 414, 416, 418-422, 425, 426, 429 
Polysporangiophyta, 965 
Pontosaurus lesinensis, 765 
Porphyra, 392-394 
Porpidia s.1., 854 
Porthidium, 854 
Posterior distribution of trees, 578 
Posterior predictive test, for character correlation, 101-102, 105 
Posterior probabilities of feeding type character states, for node in the 
Bayesian consensus tree, 106 
Power, 222 
POY 3.0.11, 136 
POY and structural alignment, 133 
flaws with, 142 
gaps and data exclusion criteria, 142-143 
parameter selection and repeatability, 137-142 
POY HA alignments, 186-188 
POY program, 148, 182 
POY program, 148 
POY, 182 
praenomen, 1018 
PRANK alignment, 776 
PRANK performance, 776 
Prendini, Lorenzo, see Ramirez, Martin J., 283 
prenomen, 1020 
Presbyornis, 671 
Primates, 798 
Principal components analysis, 252, 302 
Probabilistic phylogenetic analysis, 711 
Probassariscus, 764 
Prochilodus, 281 
Proctoporus bolivianus, 877 
Profiling Phylogenetic Informativeness, Jeffrey P. Townsend, 222 
Proganochelys quenstedti, 125 
Proganochelys,125- * 


’ Progressive alignment algorithm, 776 


Progressive alignment, 776 

Properties of Supertree Methods in the Consensus Setting, Mark 
Wilkinson, James A. Cotton, Frang¢ois- Joseph Lapointe, and 
Davide Pisani, 330 

Propithecus candidus, 444 

Propithecus coquereli, 444 

Propithecus diadema, 444 

Propithecus edwardsi, 444 

Propithecus perrieri, 444 

Propithecus tattersalli, 444 

Propithecus verreauxi coronatus, 444 

Propithecus verreauxi deckeni, 444 

Propithecus verreauxi verreauxi, 444 

Propithecus, 812, 813 

Prosalirus bitis, 379 

Prosalirus, 381 

Protein-coding genes, 1 

Proteobacteria genomes, 1 

Protopsephurus liui, 765 
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Protopterus dolloi, 377 Rannala, Bruce and Yang, Ziheng, Inferring Speciation Times under 
Protopterus, 545 an Episodic Molecular Clock, 453 
Prumnopitys ferruginea, 866 Rannala, Bruce, see Cranston, Karen A., 578 
Prumnopitys ferruginea, 863, 866 Ranwez, Vincent, Berry, Vincent, Criscuolo, Alexis, Fabre, 
Prunella, 1014 Pierre-Henri, Guillemot, Sylvain, Scornavacca, Celine and 
Prunocerasus, 181 Douzery, Emmanuel J. P., PhySIC: A Veto Supertree Method 
Prunus, 181 with Desirable Properties, 798 
PS Manos 1594/DUKE, 430 Raphus cucullatus, 658, 660, 667, 669 
psaA, 626-629 Rapid radiation, 222 
psbA-trnH, 468 : Rate heterogeneity, 194 
psbB, €27-629 Rate variation, 113 
Pseudapanteles dignus, 63 Rate-across-site (RAS) models, 68 
Pseudo-polynomial time, 431 bias test and measurements, 72 
Pseudomonas aeruginosa, 3, 7-9, 38 geometric visualization of bias, 70-71 
Pseudoreplicates, 100 plotting of individual sites, 71-72 
Pseudothecadactylus, 545 simulation model, 69-70 
Psidium, 605 Rattus, 545, 812 . 
Psilocarpeae, 418 Ravenala madagascariensis, 919, 920 
Psilotum, 618-620 ravenala, 919, 920 
Pternandra, 607 Ravenala, 920 
Pterocarya macginitii, 414 RAxML program, 988 . 
Pterocarya, 414 RAxML, 1001-1002 : ‘ 
Pterocarya, 418-420, 425, 426, 429 Raxworthy, Christopher J., ingram, Colleen M., Rabibisoa, Nirhy and 
Pterocar, 420 : Pearson, Richard G., Applications of Ecological Niche 
Ptilinopus pulchellus, 658 Modeling for Species Delimitation: A Review and Empirical 
Ptilinopus, 661, 668 Evaluation using Day Geckos (Phelsuma) from Madagascar, 907 
Ptilotodon, 559, 560 rbcL/atpB, 414, 430 ls 
pubescens, 320 rbcl, 15 
pumila, 168, 175 ,  rbcL, 181, 417,751, 869 
punctata, 545 RC78, 626 : 
punctatus, 545 RCslow, 626 
Purifying selection, 271 Rec-I-BCM3, 485 
Purvis MRP*, 332 Recent speciation, 896 , 
pusilla, 919 Recombination activating gene (RAGT), 83, 
Putative orthologs reference sets, 213-214 base composition analyses, 85-89, 93-95 
Pygocentrus nattereri, 836 DNA amplification and sequencing, 83-84 
Pygoscelis adeliae, 520 nonhomogeneous patterns of substitution among taxa, 89-90 
qualitative essentialism, 297 ; phylogenetic analysis, 85, 90-93 
Quartet puzzling, 1001 sequence analysis, 84-85 
Quartet-based imputation procedure, for phylogenetic tree Recombination, 83 
reconstruction, 57 Reconstructing Evolution: New Mathematical and Computational 
quenstedti, 125 Advances, Olivier Gascuel and Mike Steel, 1022 
Quercus, 178 Reconstruction algorithms, 767 
Quicke, Donald L. J., Jones, Owen R. and Epstein, Daniella R., -Reduced major axis (RMA) regression, 252 
Correcting the Problem of False Incongruence Due to Noise Reduced major. axis, 252 
Imbalance in the Incongruence Length Difference (ILD) Test, Reeves, Patrick A. and Richards, Christopher M., Distinguishing 
496 Terminal Monophyletic Groups from Reticulate Taxa: 
Quinquefoliae, 164, 165, 167-170, 172, 173, 175, 176, 178 Performance of Phenetic, Tree-Based, and Network 
Rabibisoa, N., see Raxworthy, C. J., 907 Procedures, 302 
RadCon, 758 refined incompatibility score,625 ° 
Rafflesia, 364 ~ Refugia, 271 
RAG, 83, 222, 226-228, 675 regional dissociation, 819 
RAG2, 675 Regression, 252 
Ragan, Mark A., see H6hI1, Michael, 206 Reinwardtoena browni, 658 
Ralstonia solanacearum, 2, 38 Relationships, 753 
Ralstonia solanacearum, 38 Relaxed-clock, 543 
Ramphotyphlops, 545 RELL bootstrap proportions, 70 
Ramirez, Martin J., Coddington, Jonathan A., Maddison, Wayne P., RELL support index, 70 
Midford, Peter E., Prendini, Lorenzo, Miller, Jeremy, Griswold, — Remsen, J. V., see McGuire, Jimmy A., 837 
Charles E., Hormiga, Gustavo, Sierwald, Petra, Scharff, Reptilia, 543, 974 
Nikolaj, Benjamin, Suresh P. and Wheeler, Ward C., Linking of | Resampling estimated log likelihood (RELL) bootstrapping method, 6 
Digital Images to Phylogenetic Data Matrices Using a Residual between-module covariances, 818 
Morphological Ontology, 283 . Resolution, 753 
Rana ridibunda, 825, 835, 1009 Resource-Aware Taxon Selection for Maximizing Phylogenetic 
Randomly amplified polymorphic DNA (RAPD), 899 Diversity, Fabio Pardi and Nick Goldman, 431 


Ranked Tree, 800 Resource-aware taxon selection, 431 
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Reticulate evolution, 302, 467 S. dactylatra, 233 
Reticulate taxa, 303 S. dubius, 594 
Revueltosaurus callenderi, 562 S. kluyveri, 356, 357, 359-361 
Rhadinosteus, 382 S. kudriavzevii, 355-357, 359, 360, 362 
Rhagoletis pomonella, 941 S. mikatae, 200, 201 
Rhexia, 607 S. mikatae, 356, 357, 359, 360, 362 
Rhinatrema, 545 S. nebouxii, 233 
Rhineura, 545, 547 S. paradoxus, 201, 356, 357, 359, 360, 362 


Rhododendron, 163, 179 

Rhoiptelea chiliantha, 414 

Rhoiptelea, 416 

Rhoptropella, 911 

Ribosomal RNA structure-based alignments, 134-135 

Richards, Christopher M., see Reeves, Patrick A., 302 

Rickettsia prowazekii, 2,3 

Rickettsias, 37, 38 

Rigid designator theory, 295, 298-299 

Rissler, Leslie J. and Apodaca, Joseph J., Adding More Ecology into 
Species Delimitation: Ecological Niche Models and 
Phylogeography Help Define Cryptic Species in the Black 
Salamander (Aneides flavipunctatus), 924 

River changes-based molecular clock calibration system, 271 

Robinson, John, see Jayaswai, Vivek, 155 

Robinson-Foulds distances, 216 

robustus, 545 

Rodrigue, Nicolas, Philippe, Hervé and Lartillot, Nicolas, Exploring 
Fast Computational Strategies for Probabilistic Phylogenetic 
Analysis, 711 

Rodriguez-Ezpeleta, Naiara, Brinkmann, Henner, Roure, Béatrice, 
Lartillot, Nicolas, Lang, B. Franz and Philippe, Hervé, 
Detecting and Overcoming Systematic Errors in Genome-Scale 
Phylogenies, 389 

rooted phylogenetic diversity, 432 

Rosenberg, Michael S., see Ogden, T. Heath, 182 

rostratus, 545 

Roughex, 450 

Roure, Béatrice, see Rodriguez-Ezpeleta, Naiara, 389 

Rousettus, 680 : 

Rowe, Diane L., see Waters, Jonathan M., 271 

RPB2 consensus tree, 471 

RPB2 gene tree, 467-469, 471-475, 1009 

rPD, 432-435, 437, 439, 443 

rpl16, 181 as 

rpl20, 181 " 

rpl, 594-596, 606 

rpoC, 7 

rps, 181 : 

Ruano-Rubio, Valentin and Fares, Mario A., Artifactual Phylogenies, 
Caused by Correlated Distribution of Substitution Rates 
among Sites and Lineages: The Good, the Bad, and the 
Ugly, 68 

Rubiaceae, 80 

Rubrepeira, 533, 539 

Rubricacaecilia monbaroni, 379 

rudis, 545 

ruffus, 545 

Rutschmann, Frank, Eriksson, Torsten, Salim, Kamariah Abu and 
Conti, Elena, Assessing Calibration Uncertainty in Molecular 
Dating: The Assignment of Fossils to Alternative Caljbration 
Points, 591 

rzedowskii, 172 

S. bayanus, 201, 356, 357, 359, 360, 362 

S. candolleanus, 594 

S. caripensis, 838 

S. castellii, 201, 356, 357, 359-361 
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sulcatus, 594 
typhimurium, 30 
zonaris, 838 
Saccharomyces cerevisiae, 356, 478, 480, 482 
Saccharomyces, 393, 395-397, 905 

Saemundssonia, 233 

Saguinus, 813 

Saimiri, 813 

Salamanders, 924 

Salim, Kamariah Abu, see Rutschmann, Frank, 591 
salinarum, 545° 

Salix, 178 

Salmo trutta, 279, 282 

Salmonella enterica, 3 

Salmonella typhimurium LT2, 3, 29, 30 

Salmonella, 6 

saltans, 96° 

Sankoff-Morel-Cedergren method, 135 

sapiens, 545 

Saprophagy, 101 

Sarcocystis, 144 

Sarcophilus harrisii, 544 

Sarcophilus, 545 

Saurillodon, 554 

Sauropsida, 965 

Scaevola, 364 

Sceloporus grammicus, 795, 854, 877, 895, 905 

Sceloporus jarrovii, 797 

Sceloporus, 797, 878, 906, 942 

Scharff, Nikolaj, see Ramirez, Martin J., 283 

Schatz, George E., Taxonomy and Plant Conservation, 540 
schlegelii, 545 

Scoble, M. ]., see Godfray, H. C. J., 943 

Scolecofurca, 762 

Scornavacca, Celine, see Ranwez, Vincent, 798 

scrofa, 545 
Scutosaurus, 126 
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* Scyliorhinus canicula, 37 


Search strategies, 988 

Secondary contact, 776 

Sectorial search, 485 

Seed plant phylogeny, from RNA polymerase II sequences, 618-619 

Seeing the Trees for the Network: Consensus, Information Content, 
and Superphylogenies, Olivier Gauthier and Francois-Joseph 
Lapointe, 345 

Segraves, Kari A., see Althoff, David M., 477 

Senecio, 179 

Senna papillosa, 53 

Senna papillosa, 53 

Sensitivity analysis, 138, 182 

sensu lato, 175, 180 

sensu stricto, 179 

sensu, 306, 313, 351, 960 

Sephanoides fernandensis, 854 

Sephanoides, 850 

Sequence alignment, 564 

Sequence evolution, 767 
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Serpentes, 972 

seymouricum, 863 

SH test, 6 

Shaffer, H. Bradley and Thomson, Robert C., Delimiting Species in 

Recent Radiations, 896 

Shapiro, Beth, see Ho, Simon Y. W., 515 

Shifts in diets, of beetle species, 97-110 

Shigella, 6 

Shinisaurus, 545 

Shorea, 179 

Shorea, 181 

SHOT distances, 28 

SHOT program, 25, 30 

Side branches, 960 

side branches, 960 

Sierwald, Petra, see Ramirez, Martin J., 283 

Sigmodon fulviventer, 836 

sikimmensis, 545 

Silene aegaea, 475 

silenus, 510 

Simias, 813 

Simpson, Alastair G. B., see Adl, Sina M., 684 

simsonii, 414 

simulans—yakuba, 482 

SINE charactors, 810 

Sinerpeton, 382 

Single nucleotide polymorphisms, 896, 898-899, 902-903 

Single-gene phylogenies, 11 

sinica, 510 

Sinorhizobium meliloti, 38 

Sites, Jack W., see Benavides, Edgar, 776 

Sitophilus oryzae, 15 

size factors, 823 

Smets, Erik, see Geuten, Koen, 609 

Smirnov, Alexey V., see Adl, Sina M., 684 

SOAP protocol, 949 

Software, 798 

Solanum, 163 

Solanum, 899 

Solanum, 163, 180 

Solanum, 899 

Solenodonsaurus, 378 

Soltis, Douglas E., see Manos, Paul S., 412 

Soltis, Pamela S., see Manos, Paul S., 412 

Somateria mollissima, 249 

Sonchus, 180 

Sonchus, 181 

Source Trees, 809 

Southeast Asian Crypteroniaceae, 591 

SOWH test, 158 

Speciation rates, binary character effects on, 701 

Speciation, 701, 907 

Species choice, 431 

Species concept, 879 

Species Concepts and Species Delimitation, Kevin de Queiroz, 879 

Species concepts 
alternative, 879-880 
reconciliation of, 880-883 

Species criteria, 879 

Species delimitation, 302, 879, 883-885 
application of markers to, 896 
approaches for discovering diversity, 875-877 
approach for combining ecological niche modeling, spatially 


explicit analyses of environmental data, and phylogenetics in, 


924-940 
ecological niche modeling for, 907-921 
genetic data for, 893 





probabilistic models for, 892-893 
without monophyletic gene trees, 887-893 
Species Delimitation: New Approaches for Discovering Diversity, 
John J. Wiens, 875 
Species monophyly and topological conflict, arising from 
genealogical nonmonophyly, 172-173 
Species phylogeny, 400 
Species phylogeny, estimation from gene-tree probabilities, 400 
Species radiations, 477, 903-904 
Cichlid fishes, 897 
Darwin’s finches, 897 
Gal’apagos tortoises, 897-898 
Tiger salamanders, 898 
species richness, 440 
Species tree, 17, 504 
Species Trees from Gene Trees: Reconstructing Bayesian Posterior 
Distributions of a Species Phylogeny Using Estimated Gene 
Tree Distributions, Liang Liu and Dennis K. Pearl, 504 
Species trees, from gene trees, 504 : 
Species-tree gene-tree discordance problem, 888 
Speciose, 701 
Spectral methods, 623 
Spectral partitioning method, of sfieshatanditte data sets based on 
compatibility, 623 
Spectral Partitioning of Phylogenetic Data Sets Based on 
Compatibility, Duhong Chen, J. Gordon Burleigh, and David 
Fernandez-Baca, 623 
Spencer, Matthew, Bryant, David and Susko, Edward, Conditioned 
Genome Reconstruction: How to Avoid Choosing the 
Conditioning Genome, 25 
Spermophilus, 764, 964 
Sphagnum, 1009 
Spheniscus, 545 
Sphenodon, 543, 545, 551, 558, 559 
sphinx, 338 
Spiders,283 
Spiegel, Frederick, see Adl, Sina M., 684 
spinifera, 545. | 
Split networks, 57 
Splits-Tree, 156 
Springer, Mark S., Burk-Herrick, Angela, Meredith, Robert, Eizirik, 
Eduardo, Teeling, Emma, O’Brien, Stephen J. and Murphy, 
William J., The Adequacy of Morphology for Reconstructing 
the Early History of Placental Mammals, 673 
squared, 827 p 
SRNP-8089, 53 
Staphylinidae, 97 
Starnoenas, 657, 668 
Starting tree, 995-996, 1007 
state intersection graph, 624 
states, respectively. Then, 631 
Statistical inconsistency, 17 
Statistical inference, 701 
Steatornis caripensis, 838 
Steel, M., see Gascuel, O., 1022 
Steel, Mike, see Matsen, Frederick A., 767 
Stellaria media, 469, 471 
stem branches, 959 
Stem clades, 959 
stem clades, 959 
stem group, 957, 960 
Stem lineage, 959, 957, 959 
stem species, 957, 960 
Stevens, Mark I., see Joly, Simon, 857 
Stizostedion vitreum, 281 
Stokesosaurus clevelandi, 764 
Stone, Donald E., see Manos, Paul S., 412 
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stoneana, 414 T. gelda, 511 

Stoney’s theory of electrons, 298 Tachyglossus aculeatus, 561 

Stratigraphic fit, 369 Tachyglossus, 545 


Stefankovit, Daniel and Vigoda, Eric, Pitfalls of Heterogeneous 
Processes for Phylogenetic Reconstruction, 113 
strepera, 545 
Strephodon, 469 
Strepsodus, 387 
Streptopelia, 657, 661, 671 
Streptopelia, 666 
Streptoprocne zonaris, 838 
strict compatibility, 624 
Strict reduced consensus (SRC) method, 332 
strictly displays, 800 
strictum, 468-470, 473 
strobiformis, 169 
strobilacea, 426 
Strobus, 163-169, 172, 174-179 
Struthio camelus, 658 
Struthio, 545, 659 
Stylapterus barbatus, 594 
Sub-Pareto on triplets, 333-334 
subclades, 433 
Substitution rates, 741 
Subtree pruning and regrafting (SPR), 119, 991 
Suchard, M. A., see Huelsenbeck, J. P., 975 
Suillus, 145 
Sula dactylatra, 244, 2°", 51 
Sula leucogaster,2? 244, 246, 249-251 
Sula nebouxii, 244, 249-251 
Sula sula, 233, 244, 246, 249-251 
Summarizing a Posterior Distribution of Trees Using Agreement 
Subtrees, Karen A. Cranston and Bruce Rannala, 578 
superdistance, 799 
Supergene, 17 
Supermatrix alignment, 1 
supermatrix, 798 
Supernetworks, 57 
Supertree analysis, 1 
Supertree approach methods, 1 
BION] algorithm, use of, 32-35 
disadvantages with averaging distance matrices, 31-32 
five-taxon simulations, use of, 35-37 
forty-taxon simulations, use of, 35-38 
modified BION] algorithm analyses, 38-39 
summing over subtree topologies, 32 
Supertree methods (SMs), in the consensus setting, 330 
Supertree methods, 798 
Supertrees, 25, 57, 369, 798, 803 
Sus bucculentus, 539 
Sus-Llama, 552, 554 
Susko, Edward, see Spencer, Matthew, 25 
suspectum, 545 
Swapped Tree (ST), 18 
Symmetric four-taxon tree, 614-616 
Symmetric Neighborhood Alterations to Phylogenies (SNAP), 730 
Symmetric-difference metric, 445 
Synapsida, 960, 962, 964, 965, 969 
Syncolporites lisamae, 607 
Synechocystis, 28, 29 
syrichta, 810 
Syring, John, Farrell, Kathleen, Businsky, Roman, Cronn, Richard and 
Liston, Aaron, Widespread Genealogical Nonmonophyly in 
Species of Pinus Subgenus Strobus, 163 
Systematic error, 68, 389 
Systematics, 283, 907 
T. gelada, 510 
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after Removing Divergent and Ambiguously Aligned Blocks 
from Protein Sequence Alignments, 564 
Tamura-Nei model, 118 
Taq DNA polymerase, 84 
Tarentola delalandii, 280 
Tarphius, 344, 680, 810 
Taxa, ontological status of, 295~297 
Taxodium distichum, 863 
Taxon names, 295, 297-300 
Taxon sampling, 609 
Taxon selection, 431 
Taxon-specific extinction risks, 431 
taxonomic address, 1018 
Taxonomic ranks, 130 
Taxonomies, stadardization of, 130 
Taxonomy and: Plant Conservation, George E. Schatz, 540 
Taxonomy in a Changing World: Seeking Solutions for a Science in 
Crisis, Ingi Agnarsson and Matjaz Kuntner, 531 © 
Taxonomy 
advice for taxonomists, 538 
as a fundamental science in crisis, 532 
job market and recommendations for funding in, 535-538 
PEET survey, 534-535 
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problems and solutions with, 532-534 
CATE project, 951-953 
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on the web, 945-951 
Taxon, 147 
Teeling, Emma, see Springer, Mark S., 673 
tefl, 1009 
Tegeticula yuccasella, 483 
temporal dissociation, 819 
Temporal-banding strategy, in biological classification, 130 
Terminal monophyletic groups, identification of, 302 
Testudines, 127 
Tetramerista, 615, 617, 618 
Tetrapod phylogeny. RAG-1, 543. 
Tetrapoda, 963, 964, 966, 967, 969-971, 974 
Tetrapods, phylogeny of 
Bayesian analyses, 547-551 
molecular divergence dating, 551-557 
parsimony analyses, 545-547 
sequencing and alignment, 544-545 
The Adequacy of Morphology for Reconstructing the Early History of 
Placental Mammals, Mark S. Springer, Angela Burk-Herrick, 
Robert Meredith, Eduardo Eizirik, Emma Teeling, Stephen J. 
O’Brien, and William J. Murphy, 673 
The Coevolutionary Process, 149 
The Conceptual and Statistical Relationship between Modularity and 
Morphological Integration, Philipp Mitteroecker and Fred 
Bookstein, 818 
The Drowning of New Zealand and the Problem of Agathis, Michael 
Knapp, Ragini Mudaliar, David Havell, Steven J. Wagstaff, and 
Peter J. Lockhart, 862 
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The Geographic Mosaic of Coevolution, Diana M. Percy, 149 
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in Bayesian Phylogenetics, Jeremy M. Brown and Alan R. 
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The Nature Reserve Problem, 444 
The Tree of Life: A Phylogenetic Classification, David A. Morrison, 
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The Web and the Structure of Taxonomy, H. C. J. Godfray, B. R. Clark, 
I. J. Kitching, S. J. Mayo, and M. J. Scoble, 943 

Theileria, 393, 395-397 

Themeda, Phyllostachys, Poa, 366 

Theory of Relativity, 151 

Therapsida, 962 

Therapsida, Cynodontia, 969 

theresioides, 788 

Thermodynamic integration, 711 

Thermomonospora chromogena, 16 

Thermotoga maritima, 38, 158 

Thermus thermophilus (Tthe), 158 

Thermus, 160 

Theropithecus, 813, 814 

Theropoda, 974 

Theropsida, 965 

thieli, 545 

Thomson’s theory, 298 

Thomson, R. C., see Shaffer, H. B., 896 

Threshold accepting, 582 

Thylamys +, 91 

Thylamys macrurus, 89 

Thylamys pallidior,.89 

Thylamys pusillus, 89 

Thylamys venustus, 89, 94 

Thymallus thymallus, 280 

Thymallus, 279 

Tiger salamanders, 898 

tigris, 545 

Tikiguania, 560 

Tiktaalik, 969, 974 

Time Complexity of the Algorithm, 817 

Time dependency, 271 

Time to Standardize Taxonomies, John C. Avise and Dale Mitchell, 130 

Timeclip system, for standardization of taxonomies, 130-131 

Tinamus, 545 : 

TKF91 model, 135 

Tlacuatzin canescens, 89 

Tlacuatzin, 91 

TNT, 485 

Tomistoma, 545 

Topaza pella, 849 

Topaza, 849 

Topological consequences of reticulate evolution 

on network analyses, 307-308 
on tree-based analyses, 306 
type I errors, 309-312 

Toramus, 100 

Total clade, 956 

Total clades, 964-965 

Total evidence, 412 

tout court, 439 

Toward an Integrated System of Clade Names, Kevin de Queiroz, 956 

Townsend, Jeffrey P., Profiling Phylogenetic Informativeness, 222 

Traditional rank-based nomenclature (TN), 1011 

Trans-species allelic polymorphism, 164 

Transition probability matrix w(e), 114 

Tree bisection and reconnection (TBR), 119, 991 

Tree congruence, 633 

Tree estimation heuristics (TEHs), 727-730 

Tree identifiability, 113 

Tree islands, 991, 988, 1003-1007 

Tree of Life, 445 





Tree reconstruction, 182, 206, 767 

Tree-based methods, 897 

Tree-based methods, of phylogeny reconstruction, 302 

tree-like, 805 

Tree-Puzzle program, 989, 1001 

TreeFinder programs, 988 

TreeFitter, 232 

TreeMap, 232 

TREEPUZZLE 5.1, 4 

Treponema pallidum, 28, 37, 38 

Treron calva, 658 
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